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After the publication of this work [1], we noticed that an
incorrect version of Fig. 2 (Fig. 1 here) was published.
The correct version of Fig. 2 has been corrected in the
original article and is also included correctly below. The
publisher apologizes for any inconvenience caused.* Correspondence: vijay@ums.edu.my
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Fig. 1 The coverage profile of the pineapple chloroplast after mapping back the error corrected, uncorrected and the Illumina short reads. Each
three rings represented the depth of coverage from mapping back reads used in the assembly of the pineapple chloroplast genome. From the
outermost to the innermost, the ring represents the corrected PacBio, the Illumina short reads and uncorrected PacBio mapped to the
chloroplast genome of pineapple. The height of each ring is in proportion to the number of reads mapped across the chloroplast genome.
Figure was illustrated using BRIG [41]
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